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HiSeq SBS Kit v4 (250
Cycles)

2X 126

2,401,000H
2018
201 4K

2,940,000H

21,250 (*TruSeq Stranded total RNA Ribo-Zero LT Sample Prep KitZz{# )

221,500

259,617H

147,000

*E: Mi1%1F2017E 10 A RA DL T . FTELHCERET HIEENHYET .
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1x50 or
RETOI771IL 10005 1xT5

U ROV T —LfR

o 25007
HHENSY ROV TR—
Lk 500075

MBS ENORR &

2X75

2X75

2x125

MiniSeq

HO
25005

=2

MiSeq
V2 V3
150085 250058
=1 =5

¥84,625 ¥158,125 ¥42,525

X

X

X

=1

¥172,125

X

A EICRBEF =T H AT EYFELLS

NextSeq

Mid High

1.3(8 AfE

=26 =40
¥17,472 ¥16,650

=5 =16
¥48,325 ¥41,438

=2 =38
¥105,625 ¥72,750

=1 =4
¥327,250 ¥221,500

FEL A8 (E2017F10 A BETIRD IR HERE R RIZSEICLTLET
FEE2 YUTJILRARXYMNEITREDIGEETHELTREYET,
TruSeq Stranded mRNA LT Sample Prep Kit 48 Samples; ¥ 506,000 — ¥ 10,542/ 4> )L
EE3. TruSeq Total RNA FyrEFERADIGEE. BRELTO2EBEDHEHENNETY,

HiSeq
Rapid Run HO
38 2018
=30 =200
¥18,995 ¥15,905
=12 =80
¥56,150 ¥40,138
=6 = 40
¥102,175 ¥70,150
=3 =20
¥259,617 ¥147,000
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lumina

AREAS OF INTEREST v

Customer Login Mylllumina Quick Order Contact Us

TECHNIQUES v SYSTEMS v PRODUCTS & SERVICES v  INFORMATICS v  SCIENTIFIC CONTENT v COMPANY v  SUPPORT v

AN\ . A\

2 S "b »

This tool will help you determine the best kit for your needs based on your project type, starting material, and the method or application.

Please select your project type :
Research Use Only (1]

Molecular Diagnostics (i ]

Select Language v

Q. SEARCH

llumina


http://www.illumina.com/library-prep-array-kit-selector.html

SATS5) R/ 7LA TvhELHY48—

Research Use Only

Research Use Only
RNA

High Quality

Starting Material :

DNA
RNA
(] Technique Selection :

mRNA
Whole Trans:
Targeted
miRNA
Low Input

Ribosomal Profiling

Intended
Use

Available
for
MNeoPrep
Systemn

Input
Amount

Hands-cn
Time®

Assay
Time®

FFPE
Compatible

Capture
Method

Capture
Content

Stranded

TruSeq RNA v2

Simple, cost-
effective solution
for analysis of the
coding
transcriptome.

Mo

0.1 — 1ug High
Quality Total
RNA

10-400ng
previously
isolated mRNA

~4.5 hours

~10.5 hours

No

Oligo dT beads
capture poly-A
tail

Coding
Transcriptome

Mo

TruSeq Stranded
mRNA

Clearest, most
complete view of the
coding transcriptome
with precise strand
information.

Yes

MeoPrep: 25-100ng
LT/HT: 0.1 — 1ug Total
RNA or

10-100ng previously
isolated mRNA

MeoPrep: ~30 minutes
LT/HT: ~4.5 hours

NeoPrep: ~10.5 hours
LT/HT: ~10.5 hours
No

Oligo dT beads
capture poly-A tail

Ceding Transcriptome

Yes

TruSeq RNA Access

Clearest, most complete view of
the coding transcriptome with
precise strand information and
reduced input requirement.

Mo

10ng High Quality Total RNA
20ng Degraded Total RNA

~11 hours

~2 days

Yes

Capture probes targeting coding
RNA sequence

Coding Transcriptome

Yes

Humina




1 ILSFDRNA-SeqAZA 73" —RAE XY DEBN

OO RSEN O RN GIEESE G MRNADfET RNA-SeqDRAE A —K !

TruSeq RNA Access/ TruSight Pan- RILIYDEIE /NS T4 B (FFPE) #B#gi kD
Cancer Library Prep Kit PEELIZRNATHLEN AR (I REMIIER),

TrUSeF‘gi ti;[r;g?()edH /Tn(z;?zl RNA RNAGREE)Z B =L . mRNAEpOlyA%E:
112U\ RNAZf##HT, GoldTIXISkav kY

— THEDRNALBREXR. RIREMIIE
IR ZUR)

—

RNAMRRE LS,V T7) EEMPICERETHE
957 BEUMRNAZEREL T, RNABERTZEITS
(REREPIFELTIR-TYR)

TruSeq small RNA Sample Prep Kit miRNA&LY>F=Small RNAfZ 4T

TruSeq Stranded Total RNA = E. PIUEOHEBNSHRE., S a7,
RiboZero Plant kit BLUVEKMADIRNAZREL T, RNARTZEITO,

llumina

TruSeq Stranded Total RNA

Ribo-Zero Globin




TruSeq Stranded mRNA, Total RNA
BT VRS A M

o AFSUKRIEHRZEEL T RNA-Seq EHERTRE
« ENCODEZAYx%F, modENCODE THHIH

o MRNARHFvYH
- PolyA RNAZA—4 L THEH

o Total RNARH¥vYE

- non-coding RNAfZATIZF| FI m] &E

- TruSeq Stranded Total RNA THNIE A FESN TLIHRNAL0K
- FFPEH T )L &LV =3 R LF-RNAIZH % s

- JIRY—<ILRNAZRZET S Ribo-ZerofAFEHLFYMNIED

o Input RNAE=: 100 ng ~ 4 pg

llumina
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TruSeq Stranded Total RNAD—22J0—

Ribosomal RNA

.— rRNA probe

rRNA-depleted — ]
RNA

rRNA depletion, fragmentation and random priming

First and second strand synthesis
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el
hHOJTES  REB BHIcbdD gﬁ e

fififs (F3)
RS-122-2101 TruSeq Stranded mRNA LT Sample Prep Kit - Set A (48 Samples)* 10,125 486,000 12 88D VTvoAfE ybA

RS-122-2103 TruSeq Stranded mRNA HT Sample Prep Kit (96 Samples) 8,813 846,000 96 wED1 T vIAGE
TruSeq Stranded Total RNA with Ribo-Zero LT Sample Prep Kit -

F1eee0l seta @BSamples)'™ chem TOmOm ERReTmAnE A
RS-122-2202 [ruSeq Stranded Total RNA with Ribo-Zero LT Sample Prep Kit - 21,250 1,020,000 12 BEDA>FvoR %= ok B
.......................................... SetB (88amples) '~
RS-129-2903 TruSeq Strand?d Total RNA with Ribo-Zero HT Sample Prep Kit 10.375 1.860.000 96 MEED( /TR id=

(96 Samples)

TruSeq Stranded Total RNA with Ribo-Zero Gold LT Sty i N
PO 1e2201  SamplePrepKit - SetA (48Samples) Gl TOmOm mERmTmmAEE e

TruSeq Stranded Total RNA with Ribo-Zero Gold LT ~ a7 A .
Fi5-122-2%02  sample PrepKit - Set B (48 Samples) ™ 21250 TORO TEmRe AT s

400 TruSeq Stranded Total RNA with Ribo-Zero Gold HT S

RS-122-2303 Sample Prep Kit (96 Samples) ® 19,375 1,860,000 96 BEDAVTwIAFE
small RNA 51 JSU—RFvh
RS-200-0012  TruSeq Small RNA Sample Prep Kit - Set A (24 Samples)® - 18,375 441,000 128MDAVTUIAME EohA
RS-200-0024  TruSeq Small RNA Sample Prep Kit - Set B (24 Samples)® 18,375 441,000 12@RMOAZTVIANE IR 8
RS-200-0036  TruSeq Small RNA Sample Prep Kit - Set C (24 Samples)” 18,375 441,000 128MOAYTwIAME #hC
RS-200-0048 TruSeq Small RNA Sample Prep Kit - Set D (24 Samples) ° 18,375 441,000 12 @EDAFTvIAHE 2ZykD

—bEld, 2017F10AKETHRD IS FEBEFERMHETRIZSHELTLVET,

llumina
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B
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TruSeq Stranded Total RNA with Ribo-Zero Gold LT

RS-122-2302 oo e O 8 ey - C0dH 21,250 1,020,000 12 BHDA VTV IR b B
RS-122-2303 gﬁg@%{ggﬁ’ g’%ﬂ;ggﬁ Ribo-Zero Gold HT 19,375 1,860,000 96 BEDA VT oAkl
RS-122-2501 gﬁﬁﬂesﬁﬁé‘ﬁ?—@ﬁ' Er‘éig‘gg‘mﬁgfgﬁ‘?ﬁo Globin LT 21,250 1,020,000 12 BEDA>TwIAHE LYk A
RS-122-2502 gﬁgﬁfg{ggﬁfgﬁ' g“éigmsg*é?;ﬁ‘?? Globin LT 21,950 1,020,000 12 WHOAVFvIAHE ok B
RS-122-2503 ggﬁg%%{gg?ﬁf g’gagggg,;g'; Ribo-Zero Globin HT 19,375 1,860,000 96 DA YFyIAME
RS-122-2401 gﬁﬁ%@giﬁffgﬁ' E'\(’jg“gg‘mﬂ?egﬁ?? Plant LT 21,250 1,020,000 12 BEDA>FvrAHE ok A
RS-122-2402 E?ﬁﬁﬂ{é‘ﬂ?ﬁ@?’ g"('igw‘st!‘mfr'}?;ﬁ‘?ﬂo Plant LT 01,250 1,020,000 12 BEDAVFvoAME Lok B
RS-122-2403 gﬁg@%{gg‘ﬁ’ (Tgéa'szm‘glg‘s"ﬁ'} Aibo-Zero Plant HT 19,375 1,860,000 96TBHDA~7woAHE
'RS-301-2001  TruSeq RNA Access Library Prep Kit - Set A (48 Samples) ' 28,125 1,350,000 12@ROAV/FYIAME BubA
RS-301-2002 TruSeq RNA Access Library Prep Kit - Set B (48 Samples) '** 28,125 1,350,000 12 @ED1/FTuvIAffE &vhB
RS-303-1002  TruSight RNA Pan-Cancer Panel Set A (48 Samples)'® 27,084 1,300,000 128RADAYFvIART BUbA
RS-303-1003 TruSight RNA Pan-Cancer Panel Set B (48 Samples) '? 27,084 1,300,000 12#@801FTvIAfGE vbB

—bld, 2017F10AKETHRD IS FEBEFERMHETRIZSHELTLVET,
llumina’
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v a

1 Biological Samples 2 Libraries

O i B
3 Pools 4 Planned Runs

BaseSpace Applications

«

fs.’] TopHat Alignment Beta suuie
Illumina

Save Rasults To: Salect a Project

Samples: setect sampie

Referance Ganome: | Home sepiensgls Reseq) ¢ O

Options

Call Fusions: ¥ @

TamTruseq @ @
Adaptars

BWA Envichment BWA Whols Genome Sequencing vi

App Session Name:  TopHat Alignment Beta 12/18/2013 927:52

Cuffinks Assrely & DE Beta

Smal RA

Gene Fusion

e

R R iR

OncoMD

=
HLA
hnl‘? [lumina

[ ]

FET7TVr—a v EEH
o« RIT /LR
© IOV LEI

- RNA-Seqfg#f
- [EB/IEE AR
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https://cloud-hoth.illumina.com/analyses/1842850?projectId=789791

BaseSpace : RNA-Seqf#HTBIEDT T, ceinms

B FORIREN
—HEEAEN
MEELTFHEH

e Y

log2(BrainTotalRNA FPKM)

321

31122
31118
3117

© v - &N
. { SRESRR&ae0
MO —d—a , o ———_ | has e oo S 5 L] 3 5
- Small RNA ' e :
RNA-Seq Alignment loG2UHRTotaIRNA FPHON) 55£:932¢
EEccEErCe
— TIII8888

UHRmMRNA20131206

UHRmMRNA20131205

UHRTotalRNA20131121

n UHRTotalRNA20131122

/ {*}Lﬂ AR wﬁﬁ BrainmRNA20131201
R

BrainmRNA20131202

BrainTotalRNA20131118
BrainTotalRNA20131117

Pearson correlation

A
v

|IIIIii

DESeq2 TruSeq Target_ed RNA,
RNA Amplicon

Cufflinks Assembly & DE,
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RNA-Seq Alignment v1.1.0

lMlumina, Inc.

App Session Name:

Save Results To:

Samples:

Reference Genome!
Panel:

Alignment Optiens
Aligner:

QC Mode:

QC Reads (Read Pairs):

Novel Transeript Assembly:

Adjust Transcript Assembly for Samples
Without PolyA Selection:

a7

RMA-Seq Alignment 09/16/2016 3:28:59

@ Favz IR EER

BrainmRMA-20131 |2 Mo ® First Strand © Second
201 Strand
BrainTotalRMA-201 | © No ® First Strand © Second
N7 Strand
UHRRmMRMA-20131 | © Mo ® Firgt Strand = Second
205 Strand
BrainTotalRNA-201 | © No ® First Strand © Second
31118 Strand
UHRRTotalRMA-20 | © No ® First Strand © Second
131122 Strand
BrainmRMA-20131 |2 Mo ® First Strand © Second
202 Strand
UHRRmMRMA-20131 | © Mo ® Firgt Strand = Second
206 Strand

| Homio sapiens (PAR-masked) hg 1% (RefSeq)

| None

| STAR

Humina
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INSERT LENGTH DISTRIBUTION 1

s&ll

Insert Lengtn (bp)

BrainmRNA20131201 HT +—

1] 50 100 150 200 250 300 350 400 450 500 550

o OCF— 5475 —DHEAES
UHRmRNA20131206 HT +— @Eéd)ﬁj\ﬁ

ESave Plot &s SVG

ALIGNMENT DISTRIBUTION 1

Coding  [JUTR [Wirton [ Intergenic
. . % Bases Aligur?:d to Region . -
BrainmRNA20131201 [ COding, UTR, Intron
BrainmRNAZ0131202 I N Intergenic fEEAD TS
UHRmRNA20131205 [ | ,r)(_~/ t 0) %‘e_“ é
UHRmRNA20131206 I

ESave Plot as SViG
TRANSCRIPT COVERAGE 1

o
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.
o
o .
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Pearson correlation

BrainTotalRNA20131117

BI7/M4)L

F = e A — . Microsoft Excel [E=EI)
B | B2 ssuor 3R 75 8B R )
:a Calbri R =» 5 = B g - 5: wa ey
it IDREREYS w s e et o pen B g g vee
JWTR=F =) Tt 5| BE | BiE | 2540 | BT | websx |
B2 - Je| ABP1 v
control_vs_comparison.gene_exp.diff = @ =
A [ B | ¢ [ o [ E [ F [ & [ w [ 1 [ 3 [k [ ¢ | m [ ~n | o P Qb
ene it~ |gene |~ |locus |~ |samplel~|sample -|status [~ |value_i~|value_{ -|log2(fol+|test_sti~ | p_valu{~|q_valu{~|signifid=Tt E
| 2 |sp1 iABPl [ABP1  chr7:1505<control  comparisc OK 0444297 0 #NAME? ¥NAME? 5.00E-05 8.90E-05 yes
|| |[4 Acsm2a ACSM2A ACSM2A chri6:204tcontrol  comparisc OK 0.563457 0 #NAME? "¥NAME?  5.006-05 8.90E-05 yes
5 ACSM28 ACSM2B ACSMZ2B chri6:205:control  comparisc OK 0.841271 0 #NAME? "¥NAME?  5.00E-05 8.90E-05 yes
T AGXT AGXT AGXT chr2:2418(control  comparisc OK 8.12211 0 '“NAME? "INAME? 5.00E-05 8.90E-05 yes
| T ALPI ALPI ALPI chr2:2333control  comparisc OK 0.462968 0 '“NAME? "INAME? 5.00E-05 8.90E-05 yes
E AMTN AMTN AMTN chra:7138:control  comparisc OK 0.450854 o '#NAME? 'ﬁNAME? 5.00E-05 8.90E-05 yes
|13 APOAS  APOAS  APOAS chrll:116¢control  comparisc OK 3.45284 o '#NAME? 'ﬁNAME? 5.00E-05 8.90E-05 yes
14 APOC3  APOC3  APOC3 chrll:116 control  comparisc OK 56.79 o '“NAME? V“NAME? 5.00E-05 8.90E-05 yes
E AREG AREG AREG chrd:7548(control  comparisc OK 1.02586 o 'JINAME? 'ﬁNAME? 5.00E-05 8.90E-05 yes
[ 20 BHLHE23 BHLHE23 BHLHE23 chr20:616:control  comparisc OK 0.36004 O'JiNAME? 'ﬁNAME? 5.00E-05 8.90E-05 yes
| 21 C170rf99 C170rf93 C17orfss chri7:761<control  comparisc OK 0.531114 0 #NAME? "HNAME?  5.00E-05 8.30E-05 yes
|22 csA CBA. C8A chri:5732(control  comparisc OK 1.19789 0 '#NAME? 'ﬁNAME? 5.00E-05 8.90E-05 yes
| 23[CALMIS  CALMLS  CALMLS chr10:554(control  comparisc OK 577572 0 #NAME? ¥NAME? 5.00E-05 8.90E-05 yes
| 26| CCDC162P CCDC162P CCDC162P chr6:1096control  comparisc OK 117936 0 #NAME? "¥NAME? 5.00E-05 8.90E-05 yes
|29 CCDC172 €CDCI72 CCDEA72 chrid:118(control  comparisc OK 0.888631 0 #NAME? "¥NAME?  5.00E-05 8.90E-05 yes
32 CCDC63  CCDCB3  CCDEE3  chriidilicontrol  comparis OK 0500394 0 #NAME? ¥NAME? 5.006-05 8.90E-05 yes
E ccLe cCL1e CCLi6 chrl17:343(control  comparisc OK 0.884679 0 '“NAME? "INAME? 5.00E-05 8.90E-05 yes
35 CCR8 CCR8 CCR8 chr3:3937:control  comparisc OK 0.339466 o '#NAME? 'ﬁNAME? 5.00E-05 8.90E-05 yes
E CcD1B cn1B CcD1B chr1:1582¢control  comparisc OK 4.35406 o '#NAME? 'ﬁNAME? 5.00E-05 8.90E-05 yes
| 38 CD1E CD1E CD1E chr1:1583:control  comparisc OK 3.70371 o '“NAME? V“NAME? 5.00E-05 8.90E-05 yes
ﬁ CD3G6 CD3G CD3G chrll:118control  comparisc OK 6.5175 o '“NAME? V“NAME? 5.00E-05 8.90E-05 yes
1 [ <> v controlvs gene exp ¥ [« I}

¥R 23600 La—fe 13573 @AEon0ELE | M3 |
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